30 Background 31 Reptile-associated Salmonella are a major, but often neglected cause of both 32 gastrointestinal and bloodstream infection globally. The diversity of Salmonella enterica has
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351
352 The most common serovar to be identified in venomous snakes was S. Souhanina (n = 15).
353 All S. Souhanina isolates cluster locally on the phylogeny (Fig 2) 389 Because the majority of venomous snakes examined in this study were of African origin or 390 belonged to a species of snake native to the African continent (Fig 2) , we compared the 391 Salmonella serovars isolated from all reptiles in this study with those most frequently 392 associated with causing human disease in Africa. The Salmonella serovar distribution has 393 been reported by the WHO global foodborne infections network data bank based on data 394 from quality assured laboratories in Cameroon, Senegal and Tunisia [49] (Fig 1) . Eleven 395 isolates belonged to serovars commonly pathogenic in humans. We therefore determined 16 396 the proportion of all venomous snakes and non-venomous reptiles that carried antimicrobial 397 resistant Salmonella ( 596 9.
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